Remarks/Arguments 

Claim 32 is allowed, claims 2 and 34 are objected to and claims 1, 4-8, 10, 1 1 and 
13-15 are rejected. New claim 35 has been added Claims 1, 4-8, 10-11, 13-15, 32 and 35 
are pending. In the present response, claim 1 has been amended, claims 2 and 34 have 
been canceled without prejudice or disclaimer and new claim 35 has been added. Support 
for amended claim 1 can be found in the previously presented claims 2 and 34. Support 
for newly added claim 35 can be found in claims 32, 34 and throughout the specification. 

AppUcants have revised the paragraph beginning on line 22, page 4 of the 
specification to show that the genbank numbers for human and mouse dabl are mRNAs 
instead of genes. 

No new matter has been added by way of these amendments to the claims and 
specification. Reconsideration and withdrawal of the rejections are respectfully requested 
in light of these amendments and the following remarks. 

In paragraph 4 of the Office Action dated February 21, 2006, the Examiner states 
that Applicants failed to provide an amendment directing entry of the paper copy of the 
sequence listing into the specification. Applicants respectfully disagree. On page 6 of 
Apphcanfs response dated November 21, 2005, the first sentence of the second 
paragraph states: "In place of the canceled sequence listing. Applicants request that the 
paper copy of the sequence listing filed herein be entered into the specification." 
However, to further prosecution. Applicants have provided an amendment to the 
sequence Usting found on page 5 of this response. 

Specification/Informalities 

The Examiner pointed out that the paragraph beginning on line 22, page 4 of the 
specification contains new matter. Apphcants apologize for this error and have revised 
this paragraph to replace dabl "gene" with "mRNA". 

35 U.S.C § 112, Second Paragraph 

Claims 1, 4-8, 10-11 andl3-15 are rejected under 35 USC 112, second paragraph, 
as being indefinite for failing to particularly point out and distinctly claim the subject 
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matter which AppUcants regards as the invention. The Examiner asserts that the recitation 
of "a serine corresponding to position 491 of the polypeptide encoded by SEQ ID N0:4 
and a serine corresponding to position 515 of the polypeptide encoded by SEQ ID N0:4'* 
as it relates to a Dabl comprising SEQ ID N0:3 is confusing and asks Applicants to 
clarify the meaning of the claim. The Examiner asserts that it is unclear as to which 
serine of a dabl comprising SEQ ID N0:3 is intended as "corresponding to" position 491 
or 515 of the polypeptide encoded by SEQ ID N0:4. The Examiner states that in 
accordance with MPEP 21 1 1, the Examiner has interpreted the term "a serine 
corresponding to position 491 of the polypeptide encoded by SEQ ID N0:4 and a serine 
corresponding to position 515 of the polypeptide encoded by SEQ ID N0:4" as meaning 
any serine with a Dabl polypeptide comprising SEQ ID N0:3. The Examiner asks that 
Applicants clarify the meaning of the term. 

Applicants continue to assert that Dabl proteins can easily be distinguished by a 
person of skill in the art and that structural references are not needed to identify a Dabl 
protein. However, Applicants revised claim 1 so that if a Dabl protein does not comprise 
the 14 amino acid sequence of SEQ ID N0:3, then that protein would Ue outside the 
scope of the claim. Attached as Exhibit 1 is a list of proteins that contain conserved 
domains when compared to the Dabl protein encoded by genbank no. 1771282 (SEQ ID 
N0:4). The first 17 proteins listed are either described as "Dabl proteins" or "predicted: 
similar to Dabl proteins". Furthermore, all of the fu-st 16 proteins Hsted contain SEQ ID 
NO:3. Dabl from Danio rerio, gi68440873, (number 17 on the list) is the first Dabl 
protein listed that does not contain this 14 amino acid sequence, and it differs only in 1 
amino acid (see Exhibit 6). Furthermore, other proteins listed such as mDab271, 
unnamed protein. Chain B, disabled homolog 2 isoform b, etc. do not share homology 
with SEQIDN0:3. 

While serine 491 of SEQ ID N0:4 falls within SEQ ID N0:3, serine 515 does not. 
Inclusion of SEQ ID N0:3 in the claim is independent of the positioning of "a serine 
corresponding to position 491 or 515 of SEQ ID N0:4". SEQ ID N0:3 was added to the 
claim to provide a structural reference to distinguish it from other materials. 
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Applicants provide as Exhibits 2-6 alignments of Homo sapiens, Canis 
familiaris, Gallus gallus. Bos taurus and Danio rerio Dabl proteins with the Mus 
musculus Dabl protein. Apphcants show that a person of skill in the art using this amino 
acid sequence alignment can easily identify a serine from the Dabl protein of any species 
that corresponds to serine 491 or 515 of murine Dabl. 

However, in an attempt to further prosecution. Applicants have amended claim 1 
to state that a phosphorylated serine at position 491 or 515 of SEQ ID N0:4 or SEQ ID 
N0:5 is indicative of Cdk5 serine kinase activity. 

In view of the above arguments and amendments, all grounds for the rejection 
under 35 U.S.C. § 1 12, second paragraph have been obviated or overcome. 
Reconsideration and withdrawal of this rejection are respectfully requested. 

35 U.S.C. § 112, First Paragraph 

The Examiner rejected claims 1, 4-8, 10-1 1 and 13-15 under 35 USC 112, first 
paragraph, for failing to comply with the written description requirement. The Examiner 
rejected the claims for introducing new matter based on the addition of SEQ ID NO: 3. 
The Examiner also maintained the previous scope of enablement rejection of Claims 1, 4- 
8, 10-1 1 and 13-15. The Examiner asserts that the claims are drawn to a method for 
detecting Cdk5 activity by determining whether a genus of Dabl proteins is 
phosphorylated on a specific serine and that an invention involving a genus requires a 
precise definition, such as a structure, formula or chemical name of the claimed subject 
matter to sufficiently distinguish it from other materials. 

Applicants disagree. SEQ ID NO: 3 is provided as a structural reference for the 
genus of Dabl protein. A peptide having the sequence of SEQ ID N0:3 as shown in the 
specification was used as an antigen to generate an antibody that binds to Dabl. The use 
of this peptide as an antigen as described in the specification reveals to one of skill in the 
art that this is a sequence useful for distinguishing Dabl from other proteins. Therefore, it 
is entirely appropriate for Apphcants to use SEQ ID N0:3 in the claims for this purpose. 
Doing so does not introduce new matter into the specification. 

However, in an effort to further prosecution, Apphcants have amended Claim 1 to 
recite a serine phosphorylated at position 491 or 515 of SEQ ID N0:4 or SEQ ID N0:5 is 
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indicative of Cdk5 serine kinase activity. Reference to SEQ ID N0:3 has been removed, 
rendering the new matter rejection moot. 

Amendment of Claim 1 to recite a particular serine of SEQ ID N0:4 or SEQ ID 
NO: 5 focuses the scope of the claims to that which is enabled by the teachings of the 
specification. 

In view of the above arguments and amendments, all grounds for the rejections 
under 35 U.S.C. § 1 12, first paragraph have been obviated or overcome. Reconsideration 
and withdrawal of these rejections are respectfully requested. 

Conclusion 

It is believed that all the rejections have been obviated or overcome and the 
claims are in condition for allowance. 

It is not believed that extensions of time or fees for net addition of claims are 
required. However, in the event that additional extensions of time are necessary to allow 
consideration of this paper, such extensions are hereby petitioned under 37 CFR § 
1.136(a), and any fee required therefore (including fees for net addition of claims ) is 
hereby authorized to be charged to Deposit Account No. 501968. 



RespectfiiUy submitted. 




Shawn A. Hawkins 
Registration No. 50,318 
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TDHRAFGYVCGKEGNHRFVAIKTAQAAEPVILDLRDLFQLIYELKQREELEKKAQKDKQC 




Sbjct 


125 


TDHRAFGYVCGKEGNHRFVAIKTAQAAEPVILDLRDLFQLIYELKQREELEKKAQKDKQC 


184 


Query 


181 


EQAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETEENIYQVPTSQKKEGVYDVPKSQPV 


240 






EQAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETEENIYQVPTSQKKEGVYDVPKSQPV 




Sbjct 


185 


EQAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETEENIYQVPTSQKKEGVYDVPKSQPV 


244 


Query 


241 


SAVTQLELFGDMSTPPDITSPPTPATPGDAFLPSSSQTLPGSADVFGSMSFGTAAVPSGY 


300 



SAVTQLELFGDMSTPPDITSPPTPATPGDAF+PSSSQTLP SADVF S+ FGTAAVPSGY 



http://ww.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgi?one=1771282&two=68533079&prot=blastp&expe... 3/23/2006 



Sb j ct 24 5 SAVTQLELFGDMSTPPDITSPPTPATPGDAFI PSSSQTLPASADVFSSVPFGTAAVPSGY 304 

VAMGAVLPSFWGQQPLVQQQIAMGAQPPVAQVIPGAQPIAWGQPGLFPATQQAWPTVAGQ 360 
VAMGAVLPSFWGQQPLVQQQ+ MGAQPPVAQV+PGAQPIAWGQPGLFPATQQ WPTVAGQ 

VAMGAVLPSFWGQQPLVQQQMVMGAQPPVAQVMPGAQPIAWGQPGLFPATQQPWPTVAGQ 364 

FPPAAFMPTQTVMPLAT^MFQGPLTPLATVPGTNDSARSSPQSDKPRQKMGKESFKDFQM 4 20 
FPPAAFMPTQTVMPL AAMFQGPLTPLATVPGT+DS RSSPQ+DKPRQKMGKE+FKDFQM 



Blast Result 


Sbict 


245 


>& i-i. c i y 


301 




305 




J D X 




J U J 


Olio TW 


421 


ClKn r'-t' 
OJJ J L 


*3 ^ ^ 




1 U -L 




4fi5 


Query 


541 


Sbjct 


545 



QPPPVPSRKPDQPSLTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLNLTPVTSTTPSTN 
AQPPPVPSRKPDQPSLTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLNLTPVTSTTPSTN 

SPPTPAPRQsfpSKSSASHVSDPTADDIFEEGFESPSKSEEQEAPDGSQASSTSDPFGEP 

SDPT ddifeegfespskIeeqeapdgsqass sdpfgep 



SPPTPAPRQSgPSKSSASHASDPTTDDIFEEGFESPSKlEEQEAPDGSQASSNSDPFGEP 



(|] 



480 
484 

540 
544 



SGEPSGDNISPQDGS 
SGEPSGDNISPQ GS 



555 
559 
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CPU time: 0.05 user sees. 0,02 sys. sees 0.07 total sees. 

Lambda K H 

0.311 0.129 0.373 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 1 

Number of Hits to DB: 3330 

Number of extensions: 1692 

Number of successful extensions: 10 

Number of sequences better than 300.0: 1 

Number of HSP's gapped: 1 

Number of HSP's successfully gapped: 1 

Length of query: 555 

Length of database: 1,196,14 6,007 

Length adjustment: 138 

Effective length of query: 417 

Effective length of database: 1,196,145,869 

Effective search space: 498792827373 

Effective search space used: 498792827373 

Neighboring words threshold: 9 

XI: 16 ( 7.2 bits) 

X2: 129 (49.7 bits) 

X3: 129 (49,7 bits) 

SI: 42 (21.8 bits) 

S2: 68 (30.8 bits) 



http://ww,ncbi.nlm.nih.gov/blast^l2seq/wblast2xgi?one-1771282&two=68533079&^^ 3/23/2006 



Blast Result 



Blast 2 Sequences results 



PubMed Entrez BLAST OMIM . Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.13 [Nov-27-2005] 

Matrix |BLOSUM62 _»J gap open:fl1 \ gap extension: |l 

x dropoff: |50 expect:| 300.6o( wordsize: |3 j Filter 17 1 View option (Standard 
Masking character option |X for proteiri, n fo"J?ucleotide Masking color option [Black jrj 
r Show CDS translation ^^Itej 



Page 1 of 2 



Sequence 1: gi|1771282[emb|CAA69662.1| mDab555 protein [Mus musculus] 
Length = 555 (1 .. 555) 

Sequence 2: gi | 73956392 | ref]XP_852920. 1 |PREDICTED: similar to Disabled homolog 1 [Canis familiaris] 
Length = 678 (1 .. 678) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 1024 bits (2648), Expect = 0.0 

Identities = 513/567 (90%), Positives = 520/567 (91%), Gaps = 33/567 (5%) 

KGQDRSEATLIKRFKGEGVRYKAKLIGIDEVSAARGDKLCQDSMMKLKGVVAGARSKGEH 81 
+GQDRSEATLIKRFKGEGVRYKAKLIGIDEVSAARGDKLCQDSMMKLKGVVAGARSKGEH 



KQKIFLTISFGGIKIFDEKTGALQHHHAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAI 141 
KQKIFLTISFGGIKIFDEKTGALQHHHAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAI 



KTAQAAEPVILDLRDLFQLIYELKQREELEKKAQKDKQCEQAVYQTILEEDVEDPVYQYI 



Query 


22 


Sbjct 


112 


Query 


82 


Sbjct 


172 


Query 


142 


Sbjct 


232 


Query 


202 


Sbjct 


292 


Query 


242 



VFEAGHEPIRDPETEENIYQVPTSQKKEGVYDVPKSQPVS 



-AVTQLELFGDMSTPPDITSPPTPATPGDAFLPSSSQTLPGSADVFGS 288 
AVTQLELFGDMSTPPDITSPPTPATPGDAF+PSSSQTLP SAD+F S 



http://ww.ncbi.nlm.nih.gov/blast^l2seq/wblast2xgi?one=1771282&two=73956392&pro^ 3/23/2006 



Re 

Sb j ct 352 LPMDFDEILEATKAVTQLELFGDMSTPPDITSPPTPATPGDAFIPSSSQTLPASADMFSS 411 

msfgtaavpsgYvamgavlpsfwgqqplvqqqiamgaqppvaqvipgaqpiawgqpglfp 
+ fgtaavpsgyvamgavlpsfwgqqplvqqqiamgaqppvaqv+pgaqpiawgqpglfp 
vpfgtaavpsgyvamgavlpsfwgqqplvqqqiamgaqppvaqvmpgaqpiawgqpglfp 

atqqawptvagqfppaafmptqtvmplaaamfqgpltplatvpgtndsarsspqsdkprq 

ATQQ WPTVAGQFPPAAFMPTQTVMPL AAMFQGPLTPLATVP T DS RSSPQ++KPRQ 



KMGKESFKDFQMVQPPPVPSRKPDQPSLTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLN 4 68 
KMGKE FKDFQM QPPPVPSRKPDQPSLTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLN 

KMGKEMFKDFQMAQPPPVPSRKPDQPSLTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLN 591 

LTPVTSTTPSTNSPPTP APRQSgPSKSSA SHVSDPTADDIFEEGFESPSKSEEQEAPDGS 528 
LTPVTSTTPSTNSPPjpi^^^i^ p^ P^SH SDPT DDIFEEGFESPSkIeEQEAPDGS 

LTPVTSTTPSTNSPPTPAPRQSaPSKSSASHASDPTTDDIFEEGFESPSKlEEQEAPDGS 651 



Blast Result 




J J ^ 


Ol 1 T" \7 

i-AC J. y 


i& 0 ^ 


OiJ J l_ L. 


*i J. £. 




O 4 J 




4 7? 


y Lie J. y 


4nQ 

*i 




«J «J 


1 o y* \7 

'^utri. y 


4 

4 O ^ 






Query 


529 


Sbjct 


652 
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QASS SDPFGEPSGEPSGDNISPQ GS 



CfU time: 0.05 user sees. 0.01 sys. sees 0.06 total sees. 

Lambda K H 

0.311 0.129 0.373 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 1 

Number of Hits to DB: 3685 

Number of extensions: 1958 

Number of successful extensions: 11 

Number of sequences better than 300.0: 1 

Number of HSP*s gapped: 1 

Number of HSP's successfully gapped: 1 

Length of query: 555 

Length of database: 1,196,14 6,007 

Length adjustment: 138 

Effective length of query: 417 

Effective length of database: 1,196,145,869 

Effective search space: 498792827373 

Effective search space used: 498792827373 

Neighboring words threshold: 9 

XI: 16 { 7.2 bits) 

X2: 129 (49.7 bits) 

X3: 129 (49.7 bits) 

SI: 42 (21.8 bits) 

S2: 68 (30.8 bits) 



http://www.ncbi.nlm.nih.gov/blast^l2seq/wblast2.cgi?one=1771282&tw^ 3/23/2006 



Blast Result 



PubMed 



Blast 2 Sequences results 

Taxonomy 



Entrez 



BLAST 



OMIM 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.13 [Nov-27-2005] 



Matrix |BLOSUM62 ^ gap open:fl1 J gap extension: |1 

x^dropoff: |50 expect:|300 poj , J Filter □ View option |Staridard _ 



Masking character option I^J^LP Masking color option 



Black iff 



r Show CDS translation 



Page 1 of 2 



Sequence 1: gi|1771282 | emb|CAA69662.1| mDab555 protein [Mus musculus] 
Length = 555 (1 555) 

Sequence 2: gi|37933763 | gb|AAP70754.1 [disabled- 1 late isoform [Gallus gallus] 
Length = 551 (1 551) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 1013 bits (2620), Expect = 0.0 

Identities = 497/555 (89%), Positives == 523/555 (94%), Gaps = 4/555 (0%) 



Query 


1 


MSTETELQVAVKTSAKKDSRKKGQDRSEATLIKRFKGEGVRYKAKLIGIDEVSAARGDKL 


60 






MSTETELQVAVKTS KKDS+KKGQDRSEATLIKRFKG+GVRYKAKLIGIDEVSAARGDKL 




Sbjct 


1 


MSTETELQVAVKTSTKKDSKKKGQDRSEATLIKRFKGDGVRYKAKLIGIDEVSAARGDKL 


60 


Query 


61 


CQDSMMKLKGVVAGARSKGEHKQKIFLTISFGGIKIFDEKTGALQHHHAVHEISYIAKDI 


120 






CQDSMMKLKG+VA ARSKGEHKQKIFLT+SFGGIKIFDEKTG LQHHHAVHEISYIAKDI 




Sbjct 


61 


CQDSMMKLKGIVAAARSKGEHKQKIFLTVSFGGIKIFDEKTGLLQHHHAVHEISYIAKDI 


120 


Query 


121 


TDHRAFGYVCGKEGNHRFVAIKTAQAAEPVILDLRDLFQLIYELKQREELEKKAQKDKQC 


180 






TDHRAFGYVCGKEGNHRFVAIKTAQAAEPVILDLRDLFQLIYELKQREE+EKKAQKDKQC 




Sbjct 


121 


TDHRAFGYVCGKEGNHRFVAIKTAQAAEPVILDLRDLFQLIYELKQREEMEKKAQKDKQC 


180 


Query 


181 


EQAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETEENIYQVPTSQKKEGVYDVPKSQPV 


240 






EQAVYQTILEEDVEDPVYQYIVFEAGHEPIR+PETEENIYQVPTSQKKEGVYDVPKSQPV 




Sbjct 


181 


EQAVYQTILEEDVEDPVYQYIVFEAGHEPIREPETEENIYQVPTSQKKEGVYDVPKSQPV 


240 


Query 


241 


SAVTQLELFGDMSTPPDITSPPTPATPGDAFLPSSSQTLPGSADVFGSMSFGTAAVPSGY 


300 



SAVTQLELFGDMSTPPD+TSPPTPATPGDAF+PSSSQ+LP S D+FGS+ F TAAVPSGY 



http://ww.ncbi.nlm.nih.gov/blast/bl2seq/wblast2xgi?one=1771282&two=37933763&prot=blastp& 3/23/2006 



Blast Result 


oDj C L 


Z 4 1 


guery 


'^n 1 

OU X 






v^^uex y 


<.J U i. 




J t> ± 


(^ueiry 


fi Z 1 


QK-i r-i- 
oJL)_J C L 


H L 


1 O T~ \/ 

*^Llc:i. y 


4 ft 1 

*i O i 




4 Rl 

*4 O X 


Query 


541 


Sbjct 


538 



SAVTQLELFGDMSTPPDVTSPPTPATPGDAFIPSSSQSLPASTDMFGSVPFSTAAVPSGY 

VAMGAVLPSFWGQQPLVQQQIAMGAQPPVAQVIPGAQPIAWGQPGLFPATQQAWPTVAGQ 
VAMGAVLPSFWGQQPLVQQQ+AMGAQPPVAQV+ G QPIAWGQPG+FP QQ WP+VAGQ 
VAMGAVLPSFWGQQPLVQQQLAMGAQPPVAQVMQGGQPIAWGQPGIFPPAQQPWPSVAGQ 

FPPAAFMPTQTVMPLAAAMFQGPLTPLATVPGTNDSARSSPQSDKPRQKMGKESFKDFQM 
F P AFMPTQTV+PL AAMFQG + P+ATVP T+DS RSSPQ+D+PRQKMGKE FKDFQM 
FQPTAFMPTQTVLPLQAAMFQGTIAPIATVPPTSDSNRSSPQTDRPRQKMGKEMFKDFQM 



QPPPVPSRKPDQPSL+CTSEAFSSYFNKVG+AQ+ DDCDDFDISQLNLTPVTSTTPSTN 



4 



300 
360 
360 
420 
420 



481 SP PTPAPRQSlPS^^^ 54 0 

s p pgjf ^^^g'^'^y H SDP add+feegfespskIeeqeapd SQASS SDPF 

SPPTPAPRQS|PSKSSASHTSDPAADDLFEEGFESPSk|eEQEAPDESQASSNSDPF 537 

SGEPSGDNISPQDGS 555 * 
GEP+GD ispq gs 
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CPU time: 0.05 user sees. 0.01 sys. sees 0.06 total sees. 

Lambda K H 

0.311 0.129 0.373 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUiyi62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 1 

Number of Hits to DB: 3243 

Number of extensions: 1668 

Number of successful extensions: 10 

Number of sequences better than 300.0: 1 

Number of HSP*s gapped: 1 

Number of HSP's successfully gapped: 1 

Length of query: 555 

Length of database: 1,196,14 6,007 

Length adjustment: 138 

Effective length of query: 417 

Effective length of database: 1,196,145,869 

Effective search space: 498792827373 

Effective search space used: 498792827373 

Neighboring words threshold: 9 

XI: 16 ( 7.2 bits) 

X2: 129 (49.7 bits) 

X3: 129 (49.7 bits) 

SI: 42 (21.8 bits) 

S2: 68 (30.8 bits) 



http://www,ncbi.nlm.rlih.gov^last^l2seq/wblast2.cgi?one=1771282&two^^ 3/23/2006 



Blast Result 



N£B 



PubMed 



^ BEST AVAILABLE COPY 

Blast 2 Sequences results 

Taxonomy Structure 



Entrez 



BLAST 



OMIM 



BLAST 2 SEQUENCES RESULTS VERSION BLAST? 2.2.13 [Nov.27-2005] 

Matrix |bL0SUM62 ^ gap open:|l1 i gap extension: [l 
^jlropoff: [so expect:(3 ^0 OOj! wordsize: 3 J Filter i 
Masking character option IK^UB^l^^ 
r Show CDS translation [fljll 



n View option I standard 



Masking color option l?'?^!^ lI 



Sequence 1: gi| 1 771282|emb|CAA69662. 1 |niDab555 protein [Mus musculus] 
Length = 555 (1 ..555) 

I* 

Sequence 2: gi|76613795|ref]XP_582976.2| PREDICTED: similar to Disabled homolog 1 [Bos taurus] 
Length = 542 (1 542) 







mmmmmmmmi 










NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 938 bits (2424), Expect = 0.0 

Identities = 480/567 (84%), Positives = 485/567 (85%), Gaps = 68/567 (11%) 

KGQDRSEATLIKRFKGEGVRYKAKLIGIDEVSAARGDKLCQDSMMKLKGVVAGARSKGEH 81 
KGQDRSEATLIKRFKGEGVRYKAKLIGIDEVSAARGDKLCQDSMMKLKGVVAGARSKGEH 



KQKIFLTISFGGIKIFDEKTGALQHHHAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAI 141 
KQKIFLTISFGGIKIFDEKTGALQHHHAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAI 



Query 


22 


Sbjct 


11 


Query 


82 


Sbjct 


71 


Query 


142 


Sbjct 


131 


Query 


202 


Sbjct 


176 


Query 


242 



KTAQAAEPVILDLRDLFQLIYELKQREELEKKAQKDKQCEQAVYQ 



175 



VPTSQKKEGVYDVPKSQPVS 

■VPTSQKKEGVYDVPKSQPVSNGRAFEDFDERFAAATPNRN 215 



-AVTQLELFGDMSTPPDITSPPTPATPGDAFLPSSSQTLPGSADVFGS 288 
AVTQLELFGDMSTPPDITSPPTPATPGDAF+PSSSQTLP SADV GS 



http://www.ncbi.nlnl.nih.gov/blast^l2seq/wblast2.cgi?one=1771282&two=76613795i&prot=blastp&^^ 3/23/2006 



>^ ~ BEST AVAlLABUe COt-Y 



Bhst Result ^""^^ Page 2 of 2 

Sbjct 216 LPMDFDEIFEATKAVTQLELFGDMSTPPDITSPPTPATPGDAFIPSSSQTLPASADVCGS 27 5 



query 28 9 msfgtaavpsgyvamgavlpsfwgqqplvqqqiamgaqppvaqvipgaqpiawgqpglfp 34 8 
+ fgtaavpsgyvamgaVlpsfwgqqplvqqqiamgaqppvaqv+pgaqpiawgqpglfp 

Sb j ct 27 6 LPFGTAAVPSGYVAMGAVLPSFWGQQPLVQQQIAMGAQPPVAQVMPGAQPIAWGQPGLFP 335 

Query 34 9 ATQQAWPTVAGQFPPAAFMPTQTVMPLAAAMFQGPLTPLATVPGTNDSARSSPQSDKPRQ 4 08 
■ A QQ WP VAGQFPPAAFMPTQTVMPL AAMFQGPLTPLAT+P T DSARSSPQ+DKPRQ 

Sbjct 336 AAQQPWPAVAGQFPPAAFMPTQTVMPLPAAMFQGPLTPLATIPATGDSARSSPQTDKPRQ 395 

Query 4 09 KMGKESFKDFQMVQPPPVPSRKPDQPSLTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLN 4 68 

KMGKE FKDFQM QPPPVPSRKPDQPSLTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLN 
^^Sbjct 396 KMGKEMFKDFQMAQPPPVPSRKPDQPSLTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLN 4 55 

%N or 

Query 4 69 LTPVTSTTPSTNSPPTPAPRQSSPSKSSASHVSDPTADDIFEEGFESPSKSEEQEAPDGS 528 

L'TPVTSTTPSTNSPPTB^IRQS^PSKSSASH SDPTADDIFEEGFESPSKSEEQEAPDGS 
Sbjct 456 LTPVTSTTPSTNSPPTPAPRQSSPSKSSASHASDPTADDIFEEGFESPSKSEEQEAPDGS 515 

Que"?;" 529 QASSTSDPFGEPSGEPSGDNISPQDGS 555 

QASS SDPFGEPSGEPSGDNISPQ GS 
Sbjct 516 QASSNSDPFGEPSGEPSGDNISPQAGS 542 



CPU time: 0.04 user sees. 0.01 sys. sees 0.05 total sees 

Lambda K H 

0.311 0.129 0.373 



Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 1 

Number of Hits to DB: 3195 

Number of extensions: 1648 

Number of successful extensions: 13 

Number of sequences better than" ^0*0 . 0 :•■ \ 

Number of HSP's gapped: 1 • 

Number of HSP's successfully gapped:" T*"* 

Length of query: 555 

Length of database :'^1, 196, 14 6, 007 

Length adjustment: 138 

Effective length of query: 417 

Effective length of database: 1,196,145,869 

Effective search space: 498792827373 

Effective search space used: 498792827373 

Neighboring words threshold: 9 

XI: 16 ( 7.2 bits) 

X2: 129 (49.7 bits) 

X3: 129 (49.7 bits) 

Sl: 42 (21.8 bits) 

S2: 68 (30.8 bits) 



http://ww.ncbi.nlm.nih.gov/blast^l2seq/wblast2.cgi?one=1771282&two=76613 3/23/2006 



Blast Result 




^,^A;/>;4^ 6> BEST AVAILABLE COPY 

Blast 2 Sequences results 



Page 1 of 2 



PubMed 



Entrez 



BLAST 



OMIM 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2,2.13 [Nov-27-2005] 



Matrix |BLQSUM62 ▼| gap open:[l1 ; gap extension: fl 
x dropoff: [50 expect :[ 300 00< wordsize: 3 j Filter i 
Masking character option [E^^ILP^^ 
r Show CDS translation iM^ j 



n View option I Standard 
Masking color option 



Black 



Sequence 1: gi| 1 77 1 282 |emb| CAA69662, 1 | mDab555 protein [Mus musculus] 
Length = 555 (1 ..555) 

Sequence 2: gi|68440873|ref]XP_686628.1| PREDICTED: similar to disabled homolog 1 [Danio rerio] 
Length = 487(1 ..487) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 




Score = 585 bits (1509), Expect = 2e-165 

Identities = 318/478 (66%), Positives = 359/478 (75%), Gaps = 34/478 (7%) 

Query 97 FDEKTGALQHHHAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAIKTAQAAEPVILDLRD 156 

F + LQHHHAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAIKTAQ+AEFVILDLRD 
Sb j ct 8 FRRDSEVLQHHHAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAIKTAQSAEPVILDLRD 67 

Query 157 LFQLIYELKQREELEKKAQKDKQCEQAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETE 216 

LFQLIYE+KQREE+EKKAQKDKQCEQAVYQTILEEDVEDPVYQYIVFEAGHEPIRDP +E 
Sbjct 68 LFQLIYEIKQREEIEKKAQKDKQCEQAVYQTILEEDVEDPVYQYIVFEAGHEPIRDP-SE 126 

Query 217 ENIYQVPTSQKKEGVYDVPKSQPVSAVTQLELFGDMSTPPDITSPPTPATPGDAFLPSSS 27 6 

E+IYQVPTSQ+KEGVYDVPK P 4- QLELFGDMSTPPDITSP TPA+P + P + 
Sbjct 127 ESIYQVPTSQQKEGVYDVPKRHP--NINQLELFGDMSTPPDITSPSTPASPANTLDPLLA 184 



Query 277 QTLPGSADVFGSMSFGTAAVPSGYVAMGAVLPSFWGQQPLVQQQIAJyiGAQPP--VAQVIP 334 

P +++F F A+VPSGYV MGAV P++ QQ Q +A G Q P VAQV+P 
Sbjct 185 HQTP—SELF— TPFNPASVPSGYVTMGAVPPAWAQQQFAAQAPLAFGVQSPVQVAQVLP 24 0 

Query 335 GAQPIAWGQPGLFPATQQAWPTVAG-QFPPAAFMPTQTVMPLAAAMFQGPLTPLA 388 

G QP+ WGQ LFPATQQ W +AG F PAAFMP QTV PL AAMFQ L P+A 



http://www.ncbi.nlIn.nih.gov/blast^l2seq/wblast2.cgi?one=1771282&two=68440873ifep^ot=blastp& 3/23/2006 



4' 



Blast Result 




241 
^ ^ ^ 


a y \/ 


389 


DJJ J L 


300 

^ w w 


yucx y 


4 3fi 

Tt J U 


OD J C L 


O 0 u 


Query 


496 


Sbjct 


420 



TVrc^NDSARSSPQSD KPRQKMGKESFKDFQMVQPPPVPSRKPDQPS 4 35 

V GT+ S SSPQ + + KM KE FK+FQM +PP +P+RK +QPS 

ETPTAAMGGAVAGTSASTASSPQHGERTLQRQAKMSKEMFKEFQMAKPPAMPARKGEQPS 359 

LTCTSEAFSSYFNKVGVAQDTDDCDDFDISQLNLTPVTSTTPSTNSPPTPAPRQSgPSKS 4 95 
L+CT++AFSSYF++VG+AQDTDDCDDFDISQ+NLTPVTSTTPSTNSPP5l3t»ai@^^^ 
LSCTTDAFSSYFSRVGMAQDTDDCDDFDISQMNLTPVTSTTPSTNSPPTPAPRQStPSKS 419 

SASHVSDPTADDIFEEGFESPSK^S-EEQEAPDGSQASSTSDPFGEPSGEPSGDNISPQ 552 
rSWSH SDP DD F E SPS+I EE A D Q+ S + P EP S + SPQ 



Lambda K H 

0.311 0.129 0.373 



Page 2 of 2 



S-SHASDPPTDDSFGEAEGSPSRS,GEEDAAGDCPQSPGASEPQAEPE SSETDSPQ 4 73 A 



CPU time: 0.05 user sees. 0.01 sys. sees 0.06 total sees. ■^Y 



<9 



Gapped y 
Lambda K H ^ 

0.267 0.0410 0.140 jQ;/ 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Sequences: 1 

Number of Hits to DB: 2847 

Number of extensions: 1507 

Number of successful extensions: 18 

Number of sequences better than 300.0: 1 

Number of HSP's gapped: 1 

Number of HSP's successfully gapped: 1 

Length of query: 555 

Length of database: 1,196,14 6,007 

Length adjustment: 138 

Effective length of query: 417 

Effective length of database: 1,196,145,869 

Effective search space: 498792827373 

Effective search space used: 498792827373 

Neighboring words threshold: 9 

XI: 16 ( 7.2 bits) 

X2: 129 (49.7 bits) 

X3: 129 (49.7 bits) 

SI: 42 (21.8 bits) 

S2: 68 (30.8 bits) 



http://ww.ncbi.nlm.nih.gov^last^l2seq/wblast2.cgi?one=1771282&two=^ 3/23/2006 



